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11 

Patentin version 3 . 1 
1 

705 
DNA 

Homo sapiens 



CDS 

(45) . . (587) 



<220> 

<221> sigpeptide 
<222> (45) . . (104) 
<223> 



<220> 

<221> mat_peptide 

<222> (105) . . (584) 
<223> 



<400> 1 

tccaggcggg cagcagctgc aggctgacct tgcagcttgg cgga atg gac tgg cct 56 

Met Asp Trp Pro 
-20 

cac aac ctg ctg ttt ctt ctt acc att tec ate ttc ctg ggg ctg ggc 104 
His Asn Leu Leu Phe Leu Leu Thr lie Ser lie Phe Leu Gly Leu Gly 
-15 -10 -5 -1 

cag ccc agg age ccc aaa age aag agg aag ggg caa ggg egg cct ggg 152 
Gin Pro Arg Ser Pro Lys Ser Lys Arg Lys Gly Gin Gly Arg Pro Gly 
15 10 15 



5^ 



ccc ctg gcc cct ggc cct cac cag gtg cca ctg gac ctg gtg tea egg 200 
Pro Leu Ala Pro Gly Pro His Gin Val Pro Leu Asp Leu Val Ser Arg 
20 25 30 

atg aaa ccg tat gcc cgc atg gag gag tat gag agg aac ate gag gag 24 8 

Met Lys Pro Tyr Ala Arg Met Glu Glu Tyr Glu Arg Asn lie Glu Glu 
35 40 45 

^tg gtg gcc cag ctg agg aac age tea gag ctg gee cag aga aag tgt 2 96 

Met Val Ala Gin Leu Arg Asn Ser Ser Glu Leu Ala Gin Arg Lys Cys 
50 55 60 

gag gtc aac ttg cag ctg tgg atg tec aac aag agg age ctg tct ecc 344 
Glu Val Asn Leu Gin Leu Trp Met Ser Asn Lys Arg Ser Leu Ser Pro 
65 70 75 80 

tgg gge tac age ate aac cac gac ccc age cgt ate ccc gtg gac ctg 3 92 

Trp Gly Tyr Ser lie Asn His Asp Pro Ser Arg lie Pro Val Asp Leu 
85 90 95 

ccg gag gca egg tgc ctg tgt ctg ggc tgt gtg aac ccc ttc ace atg 440 
Pro Glu Ala Arg Cys Leu Cys Leu Gly Cys Val Asn Pro Phe Thr Met 
100 105 110 

cag gag gac cgc age atg gtg age gtg ccg gtg ttc age cag gtt cct 4 88 

Gin Glu Asp Arg Ser Met Val Ser Val Pro Val Phe Ser Gin Val Pro 
115 120 125 

gtg cgc cgc cgc etc tgc ccg cca ccg ccc cgc aca ggg cct tgc cgc 536 
Val Arg Arg Arg Leu Cys Pro Pro Pro Pro Arg Thr Gly Pro Cys Arg 
130 135 140 

cag cgc gca gtc atg gag ace ate get gtg ggc tgc ace tgc ate ttc 584 
Gin Arg Ala Val Met Glu Thr lie Ala Val Gly Cys Thr Cys lie Phe 
145 150 155 160 

tgaattacct ggcccagaag ceaggccagc agecegagac catcctectt gcacctttgt 644 

gccaagaaag geetatgaaa agtaaacact gacttttgaa ageaaaaaaa aaaaaaaaaa 7 04 

a 705 



<210> 2 

<211> 180 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Asp Trp Pro His Asn Leu Leu Phe Leu Leu Thr lie Ser lie Phe 
-20 -15 -10 -5 



Leu Gly Leu Gly Gin Pro Arg Ser Pro Lys Ser Lys Arg Lys Gly Gin 
-1^1 5 10 

Gly Arg Pro Gly Pro Leu Ala Pro Gly Pro His Gin Val Pro Leu Asp 
15 20 25 



Leu Val Ser Arg Met Lys Pro Tyr Ala Arg Met Glu Glu Tyr Glu Arg 
30 35 40 



Asn lie Glu Glu Met Val Ala Gin Leu Arg Asn Ser Ser Glu Leu Ala 
45 50 55 60 



Gin Arg Lys Cys Glu Val Asn Leu Gin Leu Trp Met Ser Asn Lys Arg 
65 70 75 



Ser Leu Ser Pro Trp Gly Tyr Ser lie Asn His Asp Pro Ser Arg lie 
80 85 90 



Pro Val Asp Leu Pro Glu Ala Arg Cys Leu Cys Leu Gly Cys Val Asn 
95 100 105 



Pro Phe Thr Met Gin Glu Asp Arg Ser Met Val Ser Val Pro Val Phe 
110 lis 120 



Ser Gin Val Pro Val Arg Arg Arg Leu Cys Pro Pro Pro Pro Arg Thr 
125 130 135 140 



Gly Pro Cys Arg Gin Arg Ala Val Met Glu Thr lie Ala Val Gly Cys 
145 150 155 



Thr Cys lie Phe 
160 



<210> 3 

<211> 155 

<212> PRT 

<213> Homo sapiens 

<400> 3 

Met Thr Pro Gly Lys Thr Ser Leu Val Ser Leu Leu Leu Leu Leu Ser 
15 10 15 



Leu Glu Ala lie Val Lys Ala Gly lie Thr lie Pro Arg Asn Pro Gly 
20 25 30 



Cys Pro Asn Ser Glu Asp Lys Asn Phe Pro Arg Thr Val Met Val Asn 
35 40 45 



Leu Asn lie His Asn Arg Asn Thr Asn Thr Asn Pro Lys Arg Ser Ser 
50 55 60 



Asp Tyr Tyr Asn Arg Ser Thr Ser Pro Trp Asn Leu His Arg Asn Glu 
65 70 75 80 



Asp Pro Glu Arg Tyr Pro Ser Val lie Trp Glu Ala Lys Cys Arg His 
85 90 95 



Leu Gly Cys lie Asn Ala Asp Gly Asn Val Asp Tyr His Met Asn Ser 
100 105 110 



Val Pro lie Gin Gin Glu lie Leu Val Leu Arg Arg Glu Pro Pro His 
115 120 125 



Cys Pro Asn Ser Phe Arg Leu Glu Lys lie Leu Val Ser Val Gly Cys 
130 135 140 



Thr Cys Val Thr Pro lie Val His His Val Ala 
145 150 155 



<210> 4 

<211> 498 

<212> DMA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (13) . . (13) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (58) . . (58) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (173) . . (173) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (179) . . (179) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (213) . . (213) 

<223> n equals a, t, g, or c 



63 



<220> 

<221> misc_f eature 

<222> (288) . . (288) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (312) . . (312) 

<223> n equals a, t, g, or c 



<220> 

<221> mi sc_f eature 

<222> (314) . . (314) 

<223> n equals a, t, g, or c 



<220> 

<221> mi sc_f eature 

<222> (323) . . (323) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (331) . . (331) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (337) . . (337) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (340) . . (340) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (348) . . (348) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (363) . , (363) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (365) . . (365) 

<223> n equals a, t, g, or c 



<220> 
<221> 
<222> 
<223> 



misc_f eature 
(369) . . (369) 
n equals a, t , g, 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(375) . . (376) 
n equals a, t, g. 



or c 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(386) . . (386) 
n equals a, t, g, or c 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(391) . . (391) 
n equals a, t, g, 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(393) . . (393) 
n equals a, t, g, 



or c 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(395) . . (395) 
n equals a, t, g. 



or c 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(398) . . (398) 
n equals a, t, g. 



or c 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(403) . . (405) 
n equals a, t, g, or c 



<220> 
<221> 
<222> 
<223> 



mi sc_f eature 
(407) . . (407) 
n equals a, t, g. 



<220> 
<221> 
<222> 
<223> 



misc_f eature 
(409) . . (409) 
n equals a, t, g, or c 



6^ 



<220> 

<221> misc_f eature 

<222> (413) . . (413) 

<223> n equals a, g, or c 



<220> 

<221> misc_feature 

<222> (415) . . (416) 

<223> n equals a, g, or c 



<220> 

<221> Tnisc_f eature 

<222> (420) . . (420) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (423) . . (423) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (428) . . (428) 

<223> n equals a, t, g, or c 



<220> 

<221> mi sc_f eature 

<222> (433) . . (433) 

<223> n equals a, t, g, or c 



<220> 

<221> mi sc__f eature 

<222> (435) . . (436) 

<223> n equals a, t, g, or c 



<220> 

<221> misc__f eature 

<222> (440) . . (440) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (450) . . (450) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 

<222> (452) . . (453) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (460) . . (460) 

<223> n equals a, t, g, or c 



<220> 

<221> mi sc_f eature 

<222> (465) . . (465) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (467) . . (467) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (470) . . (470) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (475) . . (476) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (490) . . (490) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 

<222> (492) . . (492) 

<223> n equals a, t, g, or c 



<400> 4 
aattcggcac 


gantccaggc 


gggcagcagc 


tgcaggctga 


ccttgcagct 


tggcggantg 


60 


gactggcctc 


acaacctgct 


gtttcttctt 


accatttcca 


tcttcctggg 


gctgggccag 


120 


cccaggagcc 


ccaaaagcaa 


gaggaagggg 


caagggcggc 


ctgggcccct 


ggncctggnc 


180 


ctcaccaggt 


gccactggac 


ctggtgtcac 


ggntgaaacc 


gtatgcccgc 


atggaggagt 


240 


atgagaggaa 


catcgaggag 


atggtggccc 


agctgaggaa 


cagctcanag 


ctgggcccag 


300 


agaaagtttg 


angntcaact 


ttncaagctt 


ntgggtnttn 


caacaagnag 


gtagcctgtt 


360 


ttncntggng 


gttannagta 


tgaatncaag 


nancncangc 


gtnnntncng 


ttngnncttn 


420 


tcnggagnac 


gtntnncttn 


tttttttggn 


tnnttgaacn 


ctttnanatn 


gtagnnggac 


480 


ctagaattgn 


tnagggtg 










498 



6^ 



<210> 5 

<211> 42 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Contains a Bam I restriction site 

<400> 5 

gatcgcggat cccagcccag gagccccaaa agcaagagga ag 42 



<210> 6 

<211> 47 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Contains a Hind III restriction site 

<400> 6 

gatcgcggta cccaggttta tcagaagatg caggtgcagc ccacagc 47 



<210> 7 
<211> 53 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> Contains a Bam HI restriction enzyme site and an efficient signal 
for initiation of translation in eukaryotic cells (Kozak, M., J. 
Mol. Biol. 196:947-950 (1987)) 

<400> 7 

gatcgcggat ccgccatcat ggactggcct cacaacctgc tgtttcttct tac 53 



<210> 8 

<211> 47 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Contains an Asp 718 restriction site 

<400> 8 

gatcgcggta cccaggttta tcagaagatg caggtgcagc ccacagc 47 



<210> 9 
<211> 53 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> Contains an Asp 718 site, a Kozak sequence, and an AUG start codo 
n 

i,r 



# 



<400> 9 

gatcgcggta ccgccatcat ggactggcct cacaacctgc tgtttcttct tac 



53 



<210> 


10 


<211> 


47 


<212> 


DNA 


<213> 


Artificial sequence 


<220> 




<223> 


Contains a Bam HI site 


<400> 


10 


gatcgcggat cccaggttta tcagaagatg 


<210> 


11 


<211> 


126 


<212> 


PRT 


<213> 


Homo sapiens 


<400> 


11 



47 



Met Asp Trp Pro His Asn Leu Leu Phe Leu Leu Thr lie Ser lie Phe 
15 10 15 



Leu Gly Leu Gly Gin Pro Arg Ser Pro Lys Ser Lys Arg Lys Gly Gin 
20 25 30 



Gly Arg Pro Gly Pro Leu Ala Pro Gly Pro His Gin Val Pro Leu Asp 
35 40 45 



Leu Val Ser Arg Met Lys Pro Tyr Ala Arg Met Glu Glu Tyr Glu Arg 
50 55 60 



Asn lie Glu Glu Met Val Ala Gin Leu Arg Asn Ser Ser Glu Leu Ala 
65 70 75 80 



Gin Arg Lys Cys Glu Val Asn Leu Gin Leu Trp Met Ser Asn Lys Arg 
85 90 95 



Ser Leu Ser Pro Trp Gly Tyr Ser lie Asn His Asp Pro Ser Arg lie 
100 105 110 



Pro Val Asp Leu Pro Glu His Gly Ala Cys Val Trp Ala Val 
115 120 125 




